bility exists that it was an autotetraploid but aberrant for the species as a whole, which may not be tetraploid. The remaining species of subsection Echinosphace, Salvia greatae, another exceedingly localized endemic in the mountains along the eastern margin of the Salton Sea, California, has a chromosome number that is anomalous for its subsection but widespread in the others, n=15. This count, however, is not as certain as the others reported in this paper and is based on examination of three premeiotic divisions in anther tissue of a bud too young for meiosis. Among the subsections characterized by n=15, the morphological and ecological diversity which has led to species formation has not necessarily been associated with structural change or repatterning of the chromosomes. This is indicated by the nearly complete pairing of chromosomes at meiosis in hybrids between Salvia apiana (subsection Jepsonia; chromosomes in fig. 1c ) and S. mellifera (subsection Parishiella) as shown in fig. 1d . These two species contrast strongly in floral morphology (for illustrations, see Epling, 1938, plates 18 and 29) and occur in mixed stands throughout an extensive area in southern California. Sporadic hybrids are found in this area, most of which are indistinguishable from first generation hybrids that have been grown in the garden. In addition, hybrid swarms have been found in localized areas in which the habitat has been disturbed (Epling, 1947; Anderson and Anderson, 1954) .
We have examined meiosis in three natural hybrids of S. apiana and S. mellifera and the results are summarized in table 2. One hybrid came from a mixed population near the mouth of Big Tujunga Canyon, Los Angeles County (Lewis in 1954) which showed no evidence of hybridization, except for the individual examined. Consequently, the individual in question was undoubtedly a first generation hybrid. This plant regularly showed 15 pairs of chromosomes at first metaphase but at anaphase a high frequency of cells showed a bridge and accompanying fragment indicating that it was heterozygous for at least one paracentric inversion. No other irregularities were observed. Inversion heterozygotes have not been c 1 e:ected in either of the parent species, or any of the other species of Salvia. This suggests that the genomes of S. apiana and S. mellifera may be characterized by this inversion. However, no evidence of an inversion was detected in the other two hybrid plants examined. Both of these hybrids (Lewis 1246) were morphologically equivalent to first generation hybrids but came from a natural stand of Coastal Sage on the U.C.L.A. campus which had been disturbed and where hybridization beyond the first generation was evident. Consequently, these may not have been primary hybrids. One of the hybrids from this population showed no irregularities whatsoever; the other showed one asynaptic or early dissociating pair. Whether the same pair was concerned in every instance could not be determined and the cause may have been either genetic or structural. Taken together, however, our observations from all three hybrids indicate that the genomes of these two morphologically very d:fferent species are structurally very similar. The basic chromosome numbers in section Audibertia are high compared to those reported for some species of the genus and suggests that Audibertia is probably of polyploid origin. Unfortunately, however, chromosome numbers are known for very few of the related species in the large American subgenus Calosphace and the few that are known give no indication of the original basic number for Audibertia or of its origin. We suggest, however, that the original number was probably 16 and that 15 and 13 represent reductions, although the evidence is indirect. Salvia columbariae, the only species with n=13 is annual and surely derived from a shrubby ancestor with n=15. The close relationship of S. c'Jlum-bariae to shrubs with n=1 S is indicated by the spontaneous hybrids that it forms occasionally with S.mellifera (S. X bemardina) in areas where the two grow together. The evidence for the origin of the large group with n=15 from an original basic number of 16 is more tenuous. However, a comparison of the present pattern of distribution of species in subsection Echinosphace, to which all of the species with n=16 belong, compared to the subsections characterized by n=1 S is suggestive (for distributions, see Epling, 1938) . All of the species of the former are widely disjunct, which suggests that they are fragments of a relatively old group. In contrast, the 14 species in the three subsections with n=1 S occupy overlapping or contiguous areas and the more closely related species replace one another geographically. This pattern suggests that the species in these groups are for the most part relatively young.
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